SUPPLEMENTARY TABLES
psToc75-V sequence analysis. Total RNA of P. sativum seedlings were used for the preparation of RNA-seq libraries (GenXPro GmbH, Frankfurt, G). The mRNA enrichment was performed via poly(A) selection and purification. Total RNA was strand-specific sequenced on the HiSeq2500, which resulted in ~125 x10 6 paired-end reads of 125 bases. For reference based assembly of the transcriptome BBmap implemented by B. Bushnell (https://sourceforge.net/projects/bbmap/) was used. The P. sativum reads were mapped on the annotated genome of Medicago truncatula. The gene models of M. truncatula were used as reference for creation of transcripts of P. sativum. Differences like insertions, deletions or mismatches at specific positions between M. truncatula and P. sativum were included to create P. sativum specific transcripts. Not covered gaps in exonic regions of M. truncatula gene models were used as split point to create mRNA contigs of P. sativum. If possible the single exons of the M. truncatula gene models were used as starting point to create whole coding sequence (CDS) of P. sativum. A The CDS determined by sequencing and B the deduced protein sequence of psToc75-V.
